INTRODUCTION
Plant growth and development are regulated by internal signals like hormones and by external environmental conditions such as light, touch and temperature. One important regulator that coordinates growth and development with responses to the environment is the sesquiterpenoid hormone abscisic acid (ABA). In addition to its role in plant development, ABA plays an important role in the stress response and tolerance of plants to drought, high salinityand to a certain extent cold stress. In the last decades numerous genes controlling ABA biosynthesis and signal transduction were identified by genetic, molecular, biochemical and pharmacological approaches. Many important players of ABA signaling have been identified by genetic screens employing ABA-mediated inhibition of germination or stomatal closure as selection criteria (Koorneef, 1984; Merlot et al., 2002) . Screening for ABA insensitive germination led thus to the identification of ABI1 and ABI2 genes encoding PP2C type protein phosphatases (Finkelstein and Somerville, 1990) , which turned to be components Here we report on functional characterization of the C2H2-type Zinc Finger Protein 3 (ZFP3), which was identified by screening for ABA-insensitive seed germination using the COS system. In silico analysis revealed that there are 176 C2H2-type zinc finger proteins in 
II. Comparing the seedling development and hormone responses in germination and growth assays of loss-of function T-DNA insertion mutants and overexpressing lines
for the studied genes.
III.
Studying genes closely related to the ones identified and thereby get a better understanding of their function.
IV.
Understanding the genetic interaction of the identified genes and other ABA regulatory genes in double mutants and/or double transgenic lines.
V. Identifying the molecular function of the protein of interest using system biology approaches (transcriptome analysis or proteomics).
VI.
Propose a model for regulatory pathway(s) controlled by the characterized gene(s).
METHODS
 Transformation and screening of Arabidopsis thaliana plants.
 Generation of Arabidopsis transgenic plants by Agrobacterium-mediated transformation.
 Characterization of an Arabidopsis T-DNA insertion mutant.
 Analysis of abiotic stress tolerance in vitro (ABA).
 Protein expression in Arabidopsis protoplasts.
Molecular biology techniques:
 Molecular cloning  RNA isolation, cDNA synthesis. Gene expression studies by quantitative and semi-quantitative PCR.
 In vivo visualization of reporter constructs (GFP) by confocal microscopy, histochemical staining (GUS)
 Recombinant protein extraction and western blot.
RESULTS

I.
We have successfully developed and used the Controlled cDNA OverexpressionSystem, (COS) to identify novel stress regulatory genes.
 Characterization of a cDNA conferring insensitivity to ABA in germination assays has identified the coding region of the small heat-shock protein HSP17.6A suggesting its implication in ABA signal transduction.
 Characterization of the Arabidopsis Zinc Finger Protein 3 (ZFP3), revealed that this nuclear protein acts as a negative regulator of ABA signalling.
II.
Further detailed characterization revealed that the Arabidopsis Zinc Finger Protein 3 (ZFP3), together with closely related ZFP factors-ZFP1, ZFP4, ZFP6 and ZFP7, is a negative regulator of ABA signaling.
 We have shown that ZFP3 belongs to the nuclear C2H2 zinc finger protein family and acts as a negative regulator of ABA-suppressed seed germination and early seedling development.
 Over-expression of ZFP3 and the closely related ZFP1, ZFP4, ZFP6 and ZFP7 zinc finger factors confers ABA insensitivity to seed germination while the zfp3zfp4 double mutant displays enhanced ABA susceptibility.  Analysis of genetic interactions with phytochrome and abi mutants indicates that ZFP3 enhances red light signaling by photoreceptors other than phyA, and additively increases ABA insensitivity conferred by the abi2, abi4 and abi5 mutations.
 We have also shown through genetic studies that ABI5 seem to be epistatic to ZFP3 in control of red light-dependent repression of hypocotyl elongation.
 From the transcriptomic studies we show that subset of genes which are inversely regulated by ABA and ZFP3 are also controlled by light throught a phytochrome light receptor and one or more PIF transcription factors.
